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SUPPLEMENTAL FIGURE LEGENDS Figure S1 , related to Figure 1. HopP1 makes no contribution to cell death elicitation by DC3000D34E and complementation with plasmid-borne hopAD1 restores cell death activity to DC3000D29E and DC3000D36E (A) Elimination of confluent cell death was observed with the deletion of hopAD1, but the presence or absence of hopP1 had no discernible effect. D3000D28E, DC3000D34E (DC3000D28E∆VIII), DC3000D34E∆hopP1, and Pst DC3000 were infiltrated into N. benthamiana leaf tissue at 5 x 10 8 CFU/ml and photographed 2 days post inoculation. (B) Cell death elicitation was restored by introducing pCPP3234 with hopAD1 into DC3000D29E and DC3000D36E. All strains were infiltrated into N. benthamiana leaf tissue at 5 x 10 8 CFU/ml and photographed 2 days post inoculation. HopAD1 is weaker than HopQ1-1 in its ability to elicit cell death in N. benthamiana based on the use of threshold levels of bacterial inoculum Bacterial cell suspensions in MgCl 2 buffer, adjusted to the indicated concentrations, were infiltrated into leaves, and the plant response was photographed 2 days later. DC3000D29E was used for HopAD1 -treatments, and DC3000D28E was used for HopAD + treatments. HopQ1-1 was provided using vector pCPP5372, which employs the avrPto promoter to express the effector with a C-terminal HA tag. The same results were observed in 3 independent experiments with 8 replicates each time. Figure S4 , related to Figure 3 . AvrPtoB partially suppresses cell death elicitation by HopAD1, but has no effect on cell death elicitation by HopQ1-1 (A) The ability of AvrPtoB to suppress cell death elicited by HopAD1 breaks down 4 days after inoculation of N. benthamiana leaves. DC3000D28E expressing AvrPtoB-HA from the avrPto promoter in pCPP5372 was inoculated into duplicate zones in N. benthamiana leaves at the indicated OD 600 level and then photographed at 2 days and 4 days post infiltration (dpi). Three independent experiments showed the same pattern wherein the partial ability of AvrPtoB to suppress cell death at 2 dpi failed at 4 dpi. (B) AvrPtoB and AvrPtoB M3 (expressed with an HA tag from the avrPto promoter in pCPP5372) do not suppress cell death in N. benthamiana elicited by HopQ1-1 (restored to native locus). Suspensions of the indicated bacterial strains, adjusted to 5×10 8 CFU/ml in MgCl 2 buffer, were infiltrated into N.
benthamiana leaves, which were photographed 2 days later. The experiment was repeated 3 times with similar results. The model postulates that the Progenitor of AvrPtoB (PrB) possessed the ability of the AvrPtoB M3 mutant to suppress ETI elicited by one or more other effectors. This domain was retained but its activity was reduced by the interfering activities of the other domains. Although the location of the domain responsible for M3 activity is unknown, it is placed proximal to the E3 ligase domain because its interactor, MKK2, is degraded in an E3 ligase-dependent manner (Mathieu et al., 2014) . Loss or reduction of E3 ligase activity would be advantageous in plants that lack Fen but possess other R proteins that signal through MKK2 and recognize other effectors in the pathogen's repertoire, such as P. syringae pv. phaseolicola VirPphA. The model depicts additional rounds of zigzag states driven by AvrPtoB domain and R protein evolution, and for some HopAB family members, alternative zigzag states may be driven by the status of the E3 ligase domain and the host ETI surveillance system (not shown). Our observations support the operation of the zigzag model with effector domains functionally interacting (via host targets) with other domains in the same protein or with other effectors in the same repertoire. The figure is based on a previously published model and reports of the structure/function of AvrPtoB domains (Cheng et al., 2011; Jones and Dangl, 2006; Rosebrock et al., 2007) . Evi, Evidence codes: NJ = New Junction, indicated where data show a novel contiguous sequence that originate from two loci separated by more than one base pair in NC_004578.1; MC = Missing Coverage; indicates that no sequence was observed for the specified region; RA = Read Alignment, indicated when alignment of resequenced isolates with NC_004578.1 show nucleotide substitution(s) or single nucleotide deletion at the specified positions.
c Locus -The position of sequence differences relative to genes annotated in NC_004578.1. Sequence differences within coding sequences are listed with the affected position relative to the total length the ORF in parenthesis. A downloadable profile that shows the read coverage for the entire genome is available http://www.pseudomonas-syringae.org. The profile was generated as previously described (Butcher et al., 2011; Filiatrault et al., 2010) .
